which anatomical structures are defined, and onto which experimental data can be mapped.
The database includes an anatomical ontology for each Carnegie stage, and the information can be queried by text-based searches.
The database therefore facilitates comparison of multiple gene expression patterns at different developmental stages in complex and intricate organs such as the brain and heart. Since gene activity can be studied before any morphological change is visible, analysis of gene expression patterns over time may provide insight into the origin and differentiation of developmental structures. is some years from being a reality. For this epic task to be completed, key technologies remain to be developed. We are taking tentative steps towards this enticing goal through the development of zebrafishbrain.org. This is a web-based neuroanatomical resource we aim to be a repository for all neuroanatomical knowledge about the zebrafish. This resource should provide a springboard toward the more distant goal of the connectome.
Currently, the resource consists of annotated image data derived from high-resolution confocal imaging of a selection of transgenic lines with specific expression patterns in one or more neuroanatomical structures. These data are browseable by neuroanatomical structure. Detailed descriptions or 'tutorials' about brain structures which use a selection of the image data with text to describe the structure also form part of the resource.
The project is at an early stage: we have used data from about 30 transgenic lines and have produced a handful of fully-fledged tutorials to the standard we want. We are currently trying to S334
